
 

 

 

 

 

 

 

 

 
 

 

 
 

 

 

Figure  S 2: The bar plots for ‘examining bimodality’ (EB) test (in blue) and ‘difference in 

capture history’ (DCH) test (in green) with our data. The top two plots are before removal 

of error and show the loci with their error rates in the DCH plot. The bottom plots are 

after removal of the error as evident from the DCH plot that shows no new individual 

added at any loci after the error removal. 
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